Handling missing DNA microarray data by kriging estimators.
Microarray gene expression data provide life science researchers with much more sensitive and detailed information about gene expression patterns than conventional methodologies for the purpose of facilitating gene recognition efforts. However, due to insufficient image resolution and noise generated during microarray experiments, gene expression matrices are frequently represented with missing elements. Methods for estimating missing microarray data are therefore needed to allow further analysis. In this paper, we present two kriging estimators for estimating missing values in DNA microarrays. These approaches can be useful for downstream analysis of microarray-based gene expression data.